. Circadian effect on erythemal response of SKH-1 mouse skin to UVR. Mice were irradiated at 4AM or 4PM with various doses of UV and the level of erythema was scored daily following irradiation. The bar graph illustrates the erythemal response as a function of UV dose and circadian time. These results are an independent repeat of the experiment in Figure 1 . (n= 5 mice AM and 5 mice PM).
Supplemental
. Effect of time of day on UV-induced inflammatory cytokine production in SKH-1 mouse skin. SKH-1 mice were (A) unirradiated (control) or (B) irradiated with 500 J/m 2 of UV either at ZT21 (4AM) or ZT9 (4PM), and whole skin was collected 12 hrs. Protein lysates were prepared and probed with a mouse cytokine antibody array. Representative images of mouse cytokine arrays. Red boxes indicate areas of hybridization to cytokines of interest. Blue and green boxes indicate positive and negative control areas of hybridization, respectively, as described by the manufacturer. The array provides sites for hybridization in duplicate for each cytokine. (C) Quantitative analysis of irradiated mouse responses. Relative expression was determined as follows. Radiographic images were scanned to give quantitative values for each area. The value of the negative control area was then subtracted from the value for each test area. For panel B, positive control hybridizations were essentially the same: 61.7 +/-4.5 (mean +/-SD) for the AM, and 62.6 +/-1.05 for the PM. n = 2 mice for each time point and error bars= SD, blots for the second set of four mice are not shown, and positive control values for AM and PM exposures for the second set were also essentially the same. SKH-1 hairless mice kept under a DD12:12 cycle for 24 hrs were sacrificed at the indicated circadian times and the levels of the indicated proteins were determined from whole skin by immuno-blotting.

Supplemental Figure 5. (A)
Transcript levels of Mdm2 in C57BL/6 mouse skin as a function of circadian time. Mice kept under LD 12:12 or DD 12:12 cycles were sacrificed at the indicated times and their skin was harvested for RNA isolation. Real-time PCR was used to detect Mdm2 transcript levels, and Cry1 serves as a positive control. (B) qRT PCR analysis of p53 transcript in C57BL/6 mouse skin at various times of the day. Mice were kept at least 24 hrs under DD12:12 cycle before harvesting the whole skin for total RNA isolation. mRNA levels of p53 are plotted and Cry1 RNA serves as a positive control. (C) Transcript levels of p53 in SKH-1 mouse skin. SKH-1 hairless mice kept under LD12:12 cycle were irradiated with 300 J/m 2 of UV either at ZT21 (4AM) or ZT09 (4PM), and sacrificed at the indicated times. Epidermis from the whole skin was collected and immediately snap frozen to prepare total RNA. The graph shows p53 transcript levels analyzed by qRT-PCR as a function of time of the day at 0, 1, and 2hr post-UV. Actin RNA levels were used as an internal control. n=2 mice per time point. Error bars= SD.
